Top ranking MISTRAL alignments of knotted and unknotted representatives. In order to account for the different topology of the compared proteins, the alignments were obtained with the following non-default MISTRAL parameters: the alignment tolerance was set to 6.0Å; the minimum segment length was set to 10 amino acids. For each alignment we report, in the third column, the percentage of the knotted region (defined in Table I of the main article) that takes part to the structural alignment. The listed pairs include only MISTRAL alignments with p-value ≤ 5 10 −3 , where the percentage of the aligned knotted region is larger than 40.
